Background: Gene-gene interactions may be partly responsible for complex traits such as obesity. Increasing evidence suggests that the renin-angiotensin system (RAS) contributes to the etiology of obesity. How the epistasis of genes in the RAS contributes to obesity is still under research. We aim to evaluate the contribution of RAS-related gene interactions to a predisposition of obesity in a Chinese population.
Introduction
It has been argued that gene-gene interaction is a ubiquitous component of the genetic architecture of common human diseases, such as obesity [1] . Although genome-wide association studies have shown robust associations between susceptibility loci and obesity [2, 3, 4, 5, 6, 7] , these loci explain no more than 2% of the individual variation in the susceptibility of obesity [6] . The complexity of obesity may be explained in part by complex genegene interaction or epistasis [8, 9, 10] . Moreover, interaction between genes plays an important role in determining the severity of obesity [11] . Family studies estimate the genetic heritability of obesity at ,40%, and twin studies place the figure higher, at ,65% [12] . The consistent differences in these estimates suggest that as much as one third of the heritable variance may be due to non-additive genetic variance, including allelic (dominance and recessivity) and non-allelic gene interactions. Therefore, describing gene-gene interactions is imperative to characterizing certain obesity-related traits, particularly when each involved locus only demonstrates a minor marginal effect.
Increasing evidence suggests that the renin-angiotensin system (RAS) contributes to the etiology of obesity. The renin-angiotensin system is involved in adipocyte growth and differentiation and possibly in adipose tissue metabolism. Hyperactivity of systemic and tissue-specific RAS is related to increased propensity to obesity [13, 14] . Genetic intervention of RAS components inhibits the development of obesity in rodents [15, 16, 17] . Genetic epidemic investigations of associations between RAS polymorphisms and obesity have generated mixed results in human studies [18, 19] . An association of body mass index (BMI) with angiotensin converting enzyme insertion/deletion (ACE I/D) (P = 0.035), whereas no association with angiotensinogen M235T and angiotensin II receptor 1 (AGTR1) A1166C gene polymorphisms was obtained in a Tunisian population [20] . While, angiotensin converting enzyme insertion/deletion, angiotensinogen M235T and angiotensin II receptor 1 (AGTR1) A1166C gene polymorphisms were associated with the body mass index in a Romania population [19] . The underlying genetic contribution to obesity from the gene-gene interaction of RAS still remains unclear. The contribution of epistasis from RAS-related genes to complex traits such as hypertension and atherosclerosis were explored in recent studies [21, 22] . The aim of our study was to explore the contribution of epistasis among RAS related genes, including AGT, ACE, ATR1, MAS1, NOS3 and bradykinin receptor 2 (BDKRB2) genes. In this study, we genotyped 6 different loci in the 6 RAS-related genes in unrelated obesity and non-obesity control subjects, and examined gene to gene interactions with the generalized multifactor dimensionality reduction (GMDR) method.
Materials and Methods

Ethics statement
The study was conducted with the approval from the Ethics Committee of Beijing Tongren Hospital, Capital Medical University. Written informed consent was obtained from each participant.
Study population
Study subjects were selected from a completed large scale population-based cohort (the Beijing Community Pre-Diabetes Study) designed to facilitate the conduct of genetic epidemiology investigations and clinical trials on individuals originating from the settled community of Nanfaxin, a satellite rural town of Beijing. Demographic data were depicted in details in our published paper [23] . All the individuals were given a normal diet for three days before the survey. All subjects were invited to attend a baseline health examination. This included anthropometric data, including body mass index (BMI), waist circumference and blood pressure. In addition, a general health questionnaire, with questions on personal and family history of disease and lifestyle factors was completed. According to the diagnosis of obesity from the Working Group on Obesity in China (WGOC, 6), 324 subjects with BMI $28 kg/m 2 were defined as obese, while 373 subjects with BMI from 18.5 to ,24 kg/m 2 were chosen as the group of control individuals. Both groups had comparable blood pressure, serum creatinine, fasting plasma glucose (FPG) and age. Subjects with secondary obesity, coronary heart disease and chronic kidney disease were excluded from the study.
Laboratory measurements
Biochemical parameters were measured by Beckman-Unicel Dxc800 biochemistry analysator (Beckman Ltd, CA, USA) including FPG, total cholesterol (TC), triglycerides (TG), lowdensity lipoprotein (LDL), high-density lipoprotein (HDL) cholesterol, alanine aminotransferase (ALT) and creatinine (Cr).
Gene and SNP selection
Genomic DNA was extracted from peripheral blood leukocytes using standard methods. This set of SNPs was chosen based on the following criteria: HapMap validation status, functional relevance and importance [11, 18, 19, 24, 25, 26] , and a minor allele frequency (MAF) exceeding 5% (HapMap CHB databank).. SNPs from six RAS-related genes were assessed: rs699 of the angiotensin (AGT) gene, insertion/deletion (I/D) polymorphism of the angiotensin converting enzyme (ACE) gene, rs5186 of the angiotensin type 1 receptor (AGTR1) gene, rs220721 of the MAS1 gene, rs1799983 of the nitric oxide synthase 3 (NOS3) gene, and rs1799722 of the bradykinin receptor 2 (BDKRB2) gene.
Genotyping of polymorphisms
The genotyping was performed using primer extension of six loci. Detection was completed by a matrix-assisted laser desorption/ionisation time-of-flight mass spectroscopy using a MassAR-RAY platform (MassARRAY Compact Analyzer, Sequenom, San Diego, CA, USA). 5% of the samples were duplicated to evaluate the genotyping concordance rate. Genotypes between duplicates were concordant for all six SNPs, and no evidence of departure from Hardy-Weinberg equilibrium was observed in control subjects using chi-squared-test analysis.
Statistical analysis
Statistical analysis was performed using SPSS version 13.0 for Windows (SPSS Inc., Chicago, USA). Data are presented as numbers or means 6 SD as appropriate. The between-group data were compared with Student's unpaired t-test for continuous data and with the chi-squared-test for categorical data. Allele frequencies were calculated from the genotypes of the subjects. Differences in allele and genotype frequencies between cases and controls were compared with a chi-squared-test or a Fisher's exact test.
To identify higher order gene-gene interactions in our samples, we used the MDR software 2.0-beta (http://www. multifactordimensionalityreduction.org). All possible two-, three-, four-and five-way SNP interactions were tested using 10-fold cross-validation in an exhaustive search. The MDR method is described in detail elsewhere [8] . Briefly, in an analysis of n-way interactions, the n-dimensional space formed by all possible combinations of values (classes) of a given set of n variables (in this case, SNPs) is reduced to a single dimension by reclassifying each class as either high risk or low risk according to the relative proportion of cases to controls in that class. This statistical method included a 10-fold cross-validation and permutation-testing procedure to minimize false positive results by multiple examinations of the data. With 10-fold cross-validation, the data are divided into 10 equal parts, and the model is developed on 9/10 of the data (training set) and then tested on 1/10 of the remaining data (testing set). This is repeated for each possible 9/10 and 1/10 of the data, and the resulting 10 prediction errors are averaged. The combination with the lowest prediction error is reported. Finally, hypothesis testing for this selected model can then be performed by evaluating the consistency of the model across crossvalidation data sets. Under the null hypothesis that no association was derived from 1000 permutations, the average cross-validation consistency from the observed data was compared to the distribution of average consistencies. The null hypothesis was rejected when the P-value derived from the permutations was #0.05.Generalized multifactor dimensionality reduction (GMDR) is based on the score of a generalized linear model, of which the original MDR method is a special case [27] . Investigating multiple SNPs necessitates careful consideration of multiple comparison issues, which is exactly the benefit of using the GMDR approach. We then employed logistic regression models to confirm the best combination of loci identified in the GMDR. Power analysis for case-control samples was carried out by Armitage's test for trend. (alpha has been set at 0.05) [28] .
Results
The characteristics of the study subjects are provided in Table 1 . The distributions of age and sex between case and control individuals were well matched. Similar distributions were observed for systolic blood pressure, diastolic blood pressure, FPG and serum creatinine between the two groups. As expected, significance was noted for total cholesterol, high-density lipoprotein, low-density lipoprotein and triglyceride (p,0.01). There was no deviation from the Hardy-Weinberg Equilibrium for all studied polymorphisms in controls (p.0.05).
The GMDR was used to assess the contribution of combinations of the six variants to the etiology of obesity including the age and sex as the covariates. Table 2 summarizes the results from the GMDR analysis for one locus to six-loci with obesity. With covariable adjustments, the best combination was the two-locus model, MAS1 rs220721 and BDKB2R rs1799722, suggesting the two variants together contributed to the etiology of obesity. The two-locus model had the highest level of testing balance accuracy (0.5601), the maximum cross-validation consistency, and scored 9 for the sign test at the 0.0107 level. The two-locus genotype combinations were classified into high-or low-risk groups. In the chi-squared test, the OR of high-risk combination of the two-locus model increased the risk of obesity by 1.82 times (95% CI: 1.15 to 2.88, p = 0.0103).
In addition, BMI as the continuous variable was analyzed to explore the relationship with the combination of the six variants (Table 2) . With co-variable adjustments, there was a significant two-locus model involving MAS1 rs220721 and BDKRB2 rs1799722, as well as a marginal significant three-locus model involving MAS1 rs220721, AGT rs699 and NOS3 rs1799983. Overall, the two-locus model had 10 cross-validation consistency, the highest testing balance accuracy of 0.5681 and 10 for the sign test (p = 0.001), which was the same best model as that which was identified with BMI as two-classified variable. The two-locus model was thus chosen as the best model.
Since the GMDR was based on the MDR, analysis from the MDR was also performed. The accuracy of the two-locus model using the same SNPs without co-variable adjustment was similar to that with adjustment (see Table 3 ).
To further classify the interactions of genetic variants on the disposition of obesity, the following analysis was explored on the basis of two variants identified by GMDR. Results from the logistic regression analysis showed that MAS1 rs220721 variant was significantly and positively associated with the predisposition of obesity under both the allelic genetic model (OR = 1.31, 95% CI: 1.04, 1.64, p = 0.023), and the recessive genetic model (OR = 1.40, 95% CI: 1.03, 1.89, p = 0.032) even after adjusting for other confounders (age and sex or plus smoking and FPG) ( Table 4) . Under both dominant and allelic models of inheritance, a similar tendency was observed for the BDKRB2 rs1799722 polymorphism (OR = 1.75, 95% CI: 1.18, 2.58, p = 0.005 for the dominant model of inheritance; OR = 1.58, 95% CI: 1.09, 2.29 p = 0.015 for the allelic model of inheritance). Comparison of the genotype combinations of MAS1 rs220721 GG and BDKRB2 rs1799722 CC, an increased number of risk alleles correlated with a significantly increased risk of obesity (OR 1.43, 95% CI: 1.17, 1.77, p = 0.001). There was a non-significant gene-gene interaction of deviation in a multiplicative manner in the logistic regression model.
Discussion
Obesity is a complex disease, which is influenced by genetic and environmental factors. Family and twin studies have estimated that 40-70% of the variance in obesity-related traits is attributed to genetic factors [29, 30] . In this study, we investigated the contribution of SNPs from six RAS-related genes to susceptibility. Two genetic variants in MAS1 and BDKRB2 were identified to be significantly associated with obesity risk. The interactions between MAS1 and BDKRB2 were identified based on GMDR analysis. Our findings, for the first time, suggested that the interaction between MAS1 and BDKRB2 conferred the genetic susceptibility to obesity in the Chinese population. We consider the present study to be explorative and hypothesis-generating and thus find the results intriguing. However, a more convincing conclusion can only be reached by further independent replication of the results reported in this investigation.
In recent years, more and more studies have focused on genegene interactions [31, 32, 33, 34, 35] , which are partly due to the appearance of new statistical theory. MDR is proved to be a useful statistical tool to detect gene-gene interactions while avoiding ''the dimension curse'' [36] . However the existing approaches do not allow for covariates. The GMDR, based on the MDR, permits the adjustment of discrete and quantitative covariates, and is applicable to both dichotomous and continuous data. In our study, GMDR suggested that the combination between MAS1 rs220721 and BDKRB2 rs1799722 was the best model, irrespective of whether a dichotomous (obesity) or continuous (BMI) variable was measured, adjusting for the covariates. This SNPs combination increased the risk of obesity by 1.82 times, which inferred that the gene-gene interaction play a role in the vulnerability of obesity in our study population. In this research, differences were observed in the distribution of polymorphic variants of MAS1 and BDKRB2 between obesity patients and controls. The results of the logistic regression further show that an increased number of risk alleles correlates with a significantly increased risk of obesity, in comparison with the genotype combinations of MAS1 rs220721 GG and BDKRB2 rs1799722 CC. However, the susceptibility interaction was not confirmed by the logistic regression analysis. The possible reason for these inconsistent results is that GMDR did not detect the interaction defined by ''deviation from the multiplicative'' in the logistic regression model. The significant results from GMDR only showed that the combination of different loci may increase or decrease the risk of obesity and the interaction among the loci may refer to either multiplicative, deviation from the multiplicative or departure from additivity [37, 38] .
Activation of the RAS in adipose tissue has been implicated in the regulation of adiposity and overt obesity through its ability to increase fat cell growth and differentiation, increase synthesis, uptake and storage of fatty acids and triglycerides [39] . Many researches also were focused on the association of single polymorphism from RAS with the obesity [11, 18, 19, 20, 24, 25] . The results were conflicting. The contributions of gene-gene interaction to the disposition of obesity maybe supply an explanation. It is also worth mentioning that gene-gene interaction has been reported at the cellular level [40] , which suggests that [41] . Thirdly, it may be difficult to interpret GMDR results. Finding out the essence of epistasis in multidimensional space to infer function remains an interpretive challenge. Maybe it is practicable to seek the biological explanations for such an epistasis by considering various physiological effects of the researched polymorphisms [27] . Although the discovery of epistasis in our research may be of limited value for elucidating the underlying biological disease process, different modes of interaction between potential disease loci can lead to improved power for detection of genetic effects.
In conclusion, our study is the first to show evidence that the interaction between MAS1 and BDKRB2 is associated with the predisposition of obesity in our Chinese population. We believe these findings will guide further investigations in gene detection and may shed light on the genetic architecture of obesity.
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